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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using ELMI engine for >^^P ent - 

sequences", FEMS Microbiol Lett 174:247-250 




Parameters used in gLASTN prog ram only: 
Reward for a match:[ I Penalty for a mismatch: 



U Use MegaBLASJ. Strand option 



t^'.* *4 





Open gap fli I and extension gap 1 1 
gap x_dropoff (so J ejspssl |io_ 



penalties 
word size |3 



EM 




Sequence i Enter accession or GI ji^P,] « download from file [ 



or sequence in FASTA format from:| jto:[ 

gywcnanwonacviKvqisagrKioaja.vgKopr saiai "IW" cananaasaax 
rvgdytvaignpfglgetvtsgivsalgraglnaenyenfiqtdaamrgnsggalvnlng 
eUgintailapdggnigigfaipsimvknltsqmveygqvkrgelgimgtelnselakam 
kvdaqrgafvsqvlpnssaakagikagdvitslngkpissfaalraqvgtmpvgskltlgl 
lrdgkqvnvnlelqqssqnqvdsssifngiegaemsnkgkdqgvwnnvktgtpaaqiglk 

kgdviiganqqavkniaelrkvldskpsvlalniqrgdstiyllmq 




Sequence 2 Enter accession or GI |Gilbert J or d ownload fro m file 

or sequence in FASTA fo rmat from:] jto:| 1 

mglkkacltvlclivfcfgifytfdrvnhgernavsllkdklfneegepvnlifcytiXqm 
kvaerimaqhpgerfywlmsenrnekydyyfkqikdkaerayffhlpyglnksfnfiptm 
aelkvksmllpkvkriylaslekvsiaaElstypdaeiktfddgtgnliqsssylgdeEsv 
ngtilcrnEaounigdwsiaktrnasdehytifkglkniinddgrrkjntylplfdaselkagd 
etggtvrillgspd]ceinke i se kaaknfniqyvaphprqtyglsgvttlnspyviedyilr 

eikknphtryeiytffsgaaltmkdf 





Comments and suggestions to: f>lnxt-help@ncbi.nlm,nih. gov. 
Credits to: Tatitma Tatusov and Jom Madden 



Mlp://www.ncbi.nlm.nih.gov/blast/bl2seq/bl2.html 
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Blast Result 



NCBi 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.1 [Aug-1-2001] 
Matrix [■ BEOSUM62 ' [r^ gap open: [Til gap extension: fx ^ 



x_dropoff: \sp expect:) 10.0] wordsize: [7j Filter & j Mm \ 

Sequence 1 lcl|seq_l Length 473 

Sequence 2 lcl|seq_2 Length 331 
No significant similarity was found 



http://www.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgl 



